Peptide sequencing by LC/MS/MS was carried out at The Proteomics Core Facility, Michigan State University (East Lansing, MI, USA). Samples were suspended in 2% acetonitrile/0.1% TFA to 25 µL and from this 10 µL were automatically injected (4 µL/min in 2% acetonitrile/0.1% formic acid) by a Waters nanoAcquity Sample Manager onto a Waters Symmetry C18 peptide trap column (5 µm, 180 µm × 20 mm). Bound peptides were eluted from the C18 column onto a Michrom MAGIC C18AQ column (3 µ, 200A, 100U × 150 mm) and the peptides were further eluted over 15 minutes with a gradient of 5% B to 35% B in 8 min (Buffer A = 99.9% Water/0.1% formic acid; Buffer B = 99.9% acetonitrile/0.1% formic acid) on the C18AQ column. The C18AQ column elution gradient was then quickly ramped to 90% B at 9 min, held for 0.5 min and returned to 5% B for the remainder of the run at a constant flow rate of 0.8 µL/min.
. Amino acid composition (mole %) of major reverse-phase peptide peaks from the trypsin digested cell wall HF insoluble pellets. Amino Acid W1 W2 W3 W4 W5 W6 W7  W8  W9 W10 F1  F2  F3  F4  A1  A2  A3  A4  A5  A6  Asp  0  0  0  0  0  3  5  6  8  0  0  0  5  8  4  11  5  6  6  10  Glu  0  0  0  3  0  3  4  2  0  0  0  0  0  6  2  6  7  4  5 0  0  3  2  6  3  3  5  4  Ile  6  0  0  0  5  0  0  5  0  0  0  0  0  5  0  0  6  0  0  0  Leu  34  0  0  0  25  0  0  7  0  0  0  0  0  7  0  0  11  0  0  0  Phe  0  0  0  0  0  5  0  0  0  0  0  0  6  0  0  0  0  0  0  0  Lys  17  5  12  10  15  19  10  5  0  0  15  25  22  16  14  16  9  14  15  20 1. Zero value indicated a low signal during analysis that could not be integrated by the analyzer. 2. The amino acid composition of F5 and A7 were not determined due to the lack of material. 
